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background:  Platelets are key players in thrombus formation, the main cause of ACS. Despite of an optimal antithrombotic therapy,some patients 
still have events, indicating that the pathophysiology of platelet activation is not fully elucidated. Although they are anucleate cell fragments, platelet 
carry mRNAs and proteins regulated through various mechanisms(i.e. mRNA splicing/miRNAs). Recently miRNA pathway has been reported in 
platelets. Thus, we have analyzed miRNOme, transcriptome and proteome profile in ex vivo activated platelets.
methods: Leucocytes decontaminated platelet rich plasma from 15 healthy volunteers was activated with ADP, Collagen or Thrombin Activating 
Receptor Peptide(TRAP). Aliquots were obtained at different time points for miRNA, mRNA and protein profiles evaluation.
results: Changes in miRNA expression were reported for each condition. Among >400 miRNAs expressed to a detectable level, 62, 91 and 68 
were differentially expressed following ADP, COLL and TRAP treatment, respectively. Proteome analysis identified 919 unique proteins with 732 
unequivocally quantified. Several of them were differentially modulated by one or both treatments. Expression profile analysis also resulted in 
specific intracellular pathways activation (integrin/cytoskeletal pathway and immune response).
Conclusions: These findings suggest a strong reorganization of platelet miRNOme upon activation and may be of a great importance to better 
understand platelet function.
